Changes in modes of hepatitis C infection acquisition and genotypes in southwest China.
The shift in the distribution of HCV genotypes could have a significant impact on practical medical issues. To describe the recent distribution and evolution of HCV genotypes in southwest China. HCV genotypes were determined by nucleotide sequencing of the CE1 regions followed by phylogenic analysis with the published HCV genotype. HCV genotype distribution was analyzed according to patients' age, risk exposure, and the first time of risk exposure. Among the 371 cases, subtypes 1a (0.8%), 1b (42.0%), 2a (9.7%), 3a (12.1%), 3b (21.0%), 4a (0.3%), and 6a (14.0%) were found. Genotypes 3 and 6 were significantly more frequent (85.4%) among IDUs than among other subjects (32.5%, P<0.001), they were also more frequent among subjects aged 40 years or under (63.6%) than older patients (21.6%, P<0.001), among patients infected after 1997 (54.4%) than those infected before 1997 (27.3%, P=0.001). Age 40 years or under (P<0.001) and infection via IDU (P<0.001) were independently associated with genotypes 3 and 6 in the multivariate stepwise logistic regression analysis. IDU was detected as a cause of infection in 27.8% of HCV cases; it was more frequent among younger patients (40.4%) than older ones (7.1%, P<0.001), among patients infected after 1997 (40.3%) than those infected before 1997 (16.2%, P<0.001). In southwest China, the relative prevalence of genotypes 3 and 6 has increased significantly, and that of genotypes 1b and 2a has declined significantly among young patients. This shift in distribution was associated with changes in the modes of HCV acquisition.